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Chloroplast Subcellular Localization of the Expressed Protein 
Encoded by 414222890 in Arabidopsis thaliana (Cruciferae) 
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2 College of Physical Education, Yantai University, Yantai 264005, China) 


Abstract: The information of protein subcellular localization is important to our understanding of a protein function . The 
protein encoded by 414922890 was predicted to be an Arabidopsis chloroplast protein . The 5 208 bp fragment of this gene 
was cloned and fused with GFP to construct a binary vector pMON530-cTP-GFP for genetic transformation . On confocal la- 
ser-scanning microscopy, green fluorescent signals were localized in chloroplasts in transgenic Arabidopsis plants, suggest- 
ing that the 208 bp DNA fragment encodes a peptide targeting to chloroplast . The results suggest that At4g22890 encodes a 
chloroplast protein . 
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Fig.1 Construction of the expression vector pMON530-cTP-GFP 
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Fig .2 PCR analysis of the pMON530-cTP-GFP transgenic plants 


M . DNA Marker; lanes1-10 . Transgenic plants; P . Plasmid of pEGFP as positive control; 


WT . Wild type plant as negative control; H,O . H5O as negative control 
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Fig .3 The fluorescence detection in the transgenic Arabidopsis cells 


A-C . Wild type Col-0 fluorescent detection; D-F .Transgenic plants pMON-530 fluorescent detection; G-I .Transgenic plants pMONS530-cTP-GFP fluores- 


cent detection; A, D, G . GFP fluorescence; B, E, H . Chlorophyll autofluorescence; C, F, I . Overlapping . Note: scale bars, 10Um 
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Fig.4 Prediction of transmembrane helices in protein encoded by 414922890 
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Fig .5 Hydrophobic analysis of protein encoded by 414g22890 
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